Background: Mice of the genus Apodemus are one the most common mammals in the Palaearctic region. Despite their broad range and long history of ecological observations, there are no whole-genome data available for Apodemus, hindering our ability to further exploit the genus in evolutionary and ecological genomics context.
mammals [24, 45] . Both species have traditionally been studied in a parasitological parameters calculated for A. flavicollis samples only were: m = 2, M = 4 and n = 3 depth lower than 20, leaving 10178 SNPs (6.6%) to be used in the downstream 65 analyses (Figure 1 ). PCA plot of the first two components (Figure 2 ), accounting 66 for 13.13% of the total variance, shows differentiation of the two species but also 67 distinguish different populations of A. flavicollis. Similarly, the phylogenetic tree shows A. sylvaticus as a separate clade to the 69 three populations of A. flavicollis, with A. flavicollis from geographically closer • 100% bootstrap support. Recognising that STRUCTURE-type analyses (on which ADMIXTURE is based) bootstrap values support and branch length equal to 0 on the phylogenetic tree 170 ( Figure 6) , indicating that the samples were identical. Overall, our finding reiterates 171 the importance of the influence of stochastic events and imprecise size selection 172 in the library preparations on genotyping calls [41] . We note that some of these 173 variables could be better controlled with automated size-selection approaches [53] .
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Our findings also illustrate the usefulness of including technical replicates during 175 library preparation. π, average nucleotide diversity; F IS inbreeding coefficient
In the ADMIXTURE, we observed different optimal K depending on whether all 181 samples were included in the analysis (K = 3) or a set of 15 randomly-chosen set of 182 samples from each population (K = 2, although closely followed by K = 3). While 183 the previously reported tendency of STRUCTURE-like analyses to produce ∆K 184 = 2 does not apply in our case due to different method to select optimal number 185 of clusters [28], we chose to use K = 3 for our analyses due to close match to the 186 spatial and ecological locations from which our populations were sampled. The 187 results obtained for K = 3 in the evenly-sampled dataset were similar to the clusters 188 obtained for K = 3 with the complete dataset. is not yet possible given the lack of high-quality reference genome for Apodemus and 222 unknown synteny to the available genome of Mus musculus. To analyse genetic diversity and population connectivity within A. flavicollis, we 365 analysed the three populations (Bory Tucholskie, Białowieża and Haćki) separately 366 (p=3, r=0.8), while keeping the other parameters as described above. Due to the 367 lack of outgroup, a mid-point root was chosen in the phylogenetic tree. Individual 368 ancestries were estimated following a maximum likelihood approach with ADMIX-369 TURE [2], after conversion of the VCF file to ped with plink version 1.9 [11, 58] . To calculate the divergence between the two species, a set of common loci was ex-376 tracted with a custom script and the strict consensus sequences for each species were 377 calculated with Consensus.pl script [27] . Sequence divergence was then calculated 378 using a custom R script (Supplementary Materials, Section 9). 
